. With the SLES simulation, the association between the eigenvectors and case-control status is unrealistically inflated when the value for N (# indiviudals) / M (# SNPs) increases. The correlation between the first principal component and disease status is 0.14, 0.70 and 0.63 with the value for N/M=1.3, 13 and 8, respectively. Population disease risk of K=0.01 and proportion of cases in the sample of P=0.5 were used. Red=cases and blue=controls. Figure 4 . Estimated SNP-heritability from REML and PCGC with real data analyses (to be compared to Figure 2B in Golan et al. 2014 ). We excluded two diseases that had highly confounded population structure (see Figure S1 in Gusev et al. 2014 4 ). HE: Haseman-Elston regression. 
